The complete mitochondrial genome of Poratrioza sinica (Insecta: Hemiptera: Psyllidae).
The complete mitochondrial genome (mitogenome) of Poratrioza sinica (Hemiptera: Psyllidae) has been sequenced and annotated in this study. This mitogenome is 14,863 bp in length with an A + T content of 72.0%, and contains 37 typical animal mitochondrial genes that are arranged in the same order as that of the putative ancestral insect mitogenome. All protein-coding genes start with ATN codons except for nad5, which uses TTG as the initial codon. All the transfer RNA genes have the typical cloverleaf structure, except for trnS1 (AGN) which lacks the dihydrouridine (DHU) arm. The control region is 700 bp in length with 82.4% A + T content. This is the second completely sequenced mitogenome from the family Psyllidae of Hemiptera.